ABSTRACT The complete genome sequence of a Pepper mild mottle virus (PMMoV) isolate obtained from Northeast China was determined by reverse transcription-PCR (RT-PCR) and rapid amplification of cDNA ends (RACE). Phylogenetic analysis showed that the virus isolate is closely related to Japanese, Chinese, Spanish, and U.S. isolates.
that the isolates may have a common evolutionary ancestry. However, the Brazilian and South Korean isolates belonged to separate branches.
The import and export trades of seeds have become more frequent around the world, making it much easier for PMMoV to be transmitted by way of contaminated pepper seeds. PMMoV may cause fever, abdominal pain, and specific immune responses in humans (8) , which suggests a significant association between the virus and food security. Therefore, more efforts are required for thorough quarantine inspection and the development of efficient virus-free pepper seed techniques. In conclusion, the study will assist further investigations on the infection and epidemiology of the virus in Northeast China. Accession number(s). The complete genomic sequence of PMMoV isolate Huludao was deposited in GenBank under the accession no. MG515725.
